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FIG. 2A 

atgaatcaattaattgaaaatgttaatctacaaaaattaaggggtgggtattacacccc 

mnqlie/vnlqklrggyytp 
aaagttattgctgactttttatgtcaatggagtattcaagatgacacaaagagtgtactt 



KVIADFLCQWSIQDDTKSVL 
GAACCCAGTTGTGGAGATGGTAATTTTATTGAATCGGCAATACTTAGGTTCAAAGAACTT 



EPSCGDGNFIESAILRFKEL 
AGTATAGATAATGAACAACTTAAAGGAAGAATTACAGGAGTAGAGCTAATTGAAGAAGAA 



S I 0 N E Q L K G R I T G V E L I E E E 
GCTTTGAAAGTTCAAAATCGAGCAAATGAGTTGGGGGTTGATAAAAACTCAATAGTAAA 



ALKVQNRANELGVDKNSIVN 
AGTGACTTCTTTCAATTTGTAAAAGATAATAAGAATAAAAAATTTGATACTATTATTGGT 



SDFFQFVKDNKNKKFDTIIG 
AATCCACCATTCATAAGATACCAAAACTTTCCTGAAGAGCATCGTAGTATAGCCATGGAA 



NPPFIRYQNFPEEHRSIAME 
ATGATGGAGGAACTAGGTTTAAAACCTAATAAACTTACAAATATCTGGGTTCCATTTCTA 



MMEELGLKPNKLTNIWVPFL 
GTGGTATCTGCTACATTACTTAATGAACAAGGAAAGATGGCTATGGTTATACCGGCTGAA 



VVSATLLNEQGKMAMVIPAE 
TTATTTCAGGTAAAGTATGCAGCAGAAACAAGAATTTTTTTATCAAAGTTTTTCGATCG 



LFQVKYAAETRIFLSKFFDR 
ATCACTATAATTACATTTGAAAAACTTGTTTTTGAAAATATCCAACAGGAAGTTATACTA 



ITIITFEKLVFENIQQEVIL 
CTTCTTTGTGAAAAGAAAGTTAATAAAGGTAAAGGAATTCGGGTTATTGAATGCGAGAAi 



L L C E K K V N K G K G I R V I E C E N 
TTAGATGGATTAAATTCCATTGATTTTGTAGCTATAAATGGTTCAAATGTTAAACCTAT 



LDGLNSIDFVAINGSNVKPI 
GAACACCGTACTGAAAAGTGGACAAAGTATTTCTTAAACGAAGATGAAATACTTCTTTTA 



EHRTEKWTKYFLNEDEILLL 
CAGAGTTTAAAGGAAGACAAACGCGTTAAAAATTGTAATGACTATTTTAAGACAGAAGT 



QSLKEDKRVKNCNOYFKTEV 
GGCTTAGTTACTGGACGAAACGAATTCTTTATGATGAAAGAAAACCAAGTAAAAGAATGG 



GLVTGRNEFFMMKENQVKEW 
AATCTAGAAGAATATACAATACCTGTTACAGGTAGGTCCAATCAGTTAAAAGGTATAACA 

NLEEYTIPVTGRSNQLKGIT 
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FIG. 2B 

TTTACAGAAAATGATTTTCATGAAAATTCAATGGAACAAAAGGCAATTCACCTATTTTTG 

1021 — + + +- + + 1080 

FTENDFHENSMEQKAIHLFL 
CCACCAGATGAAGATTTTGAAAAGTTACCGATTGAGTGTCAAAATTATATCAAGTATGGG 

1081 + — -+-- ♦ +- -+ ♦ 1140 

PPDEDFEKLPIECQNYIKYG 
GAAGAAAAAGGCTTCCATCAAGGCTATAAAACCAGAATTAGAAAACGTTGGTATATAACT 

1141 — -+ + + + — -+ + 1200 

EEKGFHQGYKTRIRKRWYIT 
CCATCTAGATGGGTTCCAGATGCTTTTGCTTTAAGACAGGTTGATGGCTATCCAAAACTA 

1201 + ♦ — -+ + ♦ ♦ 12B0 

PSRWVPDAFALRQVDGYPKL 
ATTTTAAATGAAACCGACGCTTCTTCTACTGATACAATTCATAGGGTTAGATTTAAAGAA 

1261 + +-- ♦ + — -+ — + 1320 

I L N E T D A S S T D T I H R V R F K E 
GGTATAAATGAAAAGTTAGCCGTAGTTTCATTTTTGAACTCACTCACTTTTGCATCTTCA 

1321 + +— - ♦ + ♦ + 1380 

GINEKLAVVSFLNSLTFASS 
GAAATAACGGGGAGAAGTTATGGTGGTGGTGTTATGACATTCGAACCAACTGAAATTGGA 

1381 ♦ + ♦ ♦ ♦ + 1440 

EITGRSYGGGVMTFEPTEIG 
GAAATCCTAATACCTTCCTTTGATAACTTATCCATTGATTTTGATAAAATTGATGCCTTA 

1441 ♦ ♦ ♦ ♦ + 1500 

E I L I P S F D N L S I D F D K I D A L 
ATTCGAGAAAAGGAGATTGAAAAAGTCCTTGATATTGTTGATGAAGCTTTACTTATAAAA 

1501 + + +— ♦ — -+ + 15B0 

IREKEIEKVLDIVDEALLIK 
TATCATGGGTTTAGTGAGAAAGAAGTAAAACAGCTTCGAGGGATATGGAAGAAACTTTCT 

1561 + + ♦ +- ♦ + 1620 

YHGFSEKEVKQLRGIWKKLS 
CAGAGAAGAAACAATAGAACGAAGAAATAA (SEQ ID NO: 1) 

1621 + + + 1650 

QRRNNRTKK* (SEQ ID NO: 2) 
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FIG. 3 A 

ATGCATATAA6TGAGTTAGTA6ATAAATACAAAGCGCATAGAAGTACTTTTTTAAAACCA 

M H I S E L V + D K Y + K A H R S T F + L K P + 
ACTTATAATGAAACTCAACTAAGGAATGATTTTATAGACCCACTTCTAAAATCTTTAGGA 
Gl ♦ + + 1 + + 120 

T Y N E T Q L R N D F I D P L L K S L G 
TGGGATGTTGATAATACCAAAGGAAAAACACATATTCTAAGAGATGTCATTCAAGAAGAA 

121 -- --+ + + + + + 180 

WDVDNTKGKTHILRDVIQEE 
TACATAGAAATAAAAGATGAGGAGACAAAGAAAAATCCAGATTATACACTTCGTATAAAC 

181 — -+ + + -+ + -♦ 240 

Y I E I K D E E T K K N P D Y T L R I N 
GGTACGAGAAAGCTGTTTGTAGAGGTTAAGAAACCGTCTTTTAATATTTTGAAATCAGCT 

241 — * +— +— +-- +— ♦ 300 

GTRKLFVEVKKPSFNILKSA 
AAAGCAGCCTTCCAAACAAGAAGATATGGTTGGAGTGCTAACCTTGGTATTTCAGTACTT 

301 1 + 1 + 1 + 360 

KAAFQTRRYGWSANLGISVL 
ACAAATTTCGAGCATCTAGTTATTTATGATTGTAGATATACGCCTGACAAATCCGACAAT 

3G1 — -+ +— - + +- --+— ♦ 420 

TNFEHLVIYDCRYTPDKSDN 
GAACATATTGCTAGATATAAAGTTTTCTCTTACGAGGAATATGAAGAAGCATTTGATGAA 

421 1 + + + + 1 480 

EHIARYKVFSYEEYEEAFDE 
ATAAAGGATATAATTTCATATGAGTCAGCCAACTCAGGTGCTCTGGACGAAATGTTTGAT 

481 * + + -+ --+— ♦ 540 

IKDIISYESANSGALDEMFD 
GTAAATACAAGAGTTGGTGAAACGTTTGACGAGTATTTTTTACAGCAAATTGAGAATTGG 

541 + + ♦ ♦ -+ + GOO 

VNTRVGETFDEYFLQQIENW 
CGCGAAAAGCTAGCTAAAACTGCAATTAAAAATAACACCGAATTAGGTGAAGAGGACGTC 

601 + -+ + + +-— ♦ 660 

REKLAKTAIKNNTELGEEDV 
AATTTTATTGTCCAAAGACTATTAAACAGAATTATTTTTCTTAGAGTTTGTGAAGATAGA 

661 -+ -+ + -+ --+ t 720 

NFIVQRLLNRIIFLRVCEDR 
ACCATTGAAAAATATGAAACAATTAAAAGTATAAAAAACTATGAGGAATTAAAAGATCTG 

721 — + ♦ -t ♦— - + 1 780 

TIEKYETIKSIKNYEELKDL 
TTTCAAAAGTCTGATAGGAAATTTAATTCAGGTCTCTTTGACTTCATAGATGATACGCTC 

781 -+ + + + --+ -t 840 

FQKSDRKFNSGLFDFIDDTL 
TTGCTTGAGGTTGAAATTGATTCGAATGTATTGATAGAAATTTTTAGTGATTTATATTTC 

841 — - + +— t -+ 1 — -+ 900 

LLEVEIDSNVLIEIFSOLYF 
CCACAAAGCCCATATGATTTTTCTGTTGTCGATCCAACAATATTAAGCCAGATATATGAA 

801 — ♦ + + ♦ + 9G0 

PQSPYDFSVVDPTILSOIYE 
CGTTTTCTAGGTCAAGAAATAATTATAGAGTCAGGTGGTACATTTCACATTACGGAGTCA 

961 + --+--- + +— -+ 1020 

RFLGQEIIIESGGTFHITES 
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FIG. 3B 

CCAGAAGTTGCGGCGTCCAAT66TGTTGTTCCAACTCCAAAAATTATCGTCGAACAGATA 

1021 — ♦ + + + ♦— - ♦ 1080 

PEVAASNGVVPTPKIIVEQI 
GTGAAAGACACTTTAACGCCCCTTACGGAAGGCAAAAAATTTAATGAGCTATGTAACTTA 

10B1 ♦ + ♦ + ♦— + 1140 

VKDTLTPLTEGKKFNELCNL 
AAAATAGCAGATATATGTTGTGGATCAGGAACTTTCCTAATTTCAAGTTATGACTTTCTA 

1141 — ♦ + ♦ + ♦ + 1200 

KIADICCGSGTFLISSYDFL 
GTAGAGAAAGTAATGGAAAAGATAATAGAAGAGAACATCGATGATTCAGATTTAGTATAT 

1201 t + f -+— + + 12G0 

V E K V M E K I I E E N I D D S D L V Y 
GAAACTGAAGAAGGGCTAATTTTGACACTTAAAGCAAAAAGAAATATCTTGGAGAATAAT 

1261 ♦ ♦ ♦ ♦-- ♦ ♦ 1320 

E T E E G L I L T L K A K R N I L E N N 
TTGTTTGGTGTTGATGTTAATCCATACGCTGTTGAAGTAGCTGAGTTCAGTTTATTATTA 

1321 — * * ♦ + ♦-- + 1380 

LFGVDVNPYAVEVAEFSLLL 
AAGCTATTAGAAGGTGAGAATGAGGCATCGGTTAATAATTTCATTCACGAGCATGAGGAT 

1381 ♦-- t ♦— - t ♦ + 1440 

KLLEGENEASVNNF. IHEHED 
AAAATATTACCGGATTTAACATCTATTATTAAATGTGGAAACAGCTTAGTAGATAATAAG 

1441 — ♦ --+ ♦ + + 1 1500 

KILPDLTSIIKCGNSLVDNK 
TTTTTTGAATTCATGCCAGAATCGTTAGAGGACGATGAAATCTTATTTAAGGCTAATCCA 

1501 — - + + ♦ ♦ --+ 15G0 

FFEFMPESLEDDEILFKANP 
TTTGAATGGGAAGAGGAGTTTCCAGATATTATGGCAAATGGTGGCTTTGATGCTATTATA 

15G1 ♦ ♦ + + + ♦ 1G20 

FEWEEEFPDIMANGGFDAII 
GGAAATCCACCTTATGTTCGAATACAGAACATGAAAAAATATAGTCCTGAGGAAATTGAA 

1621 ♦ +— -+ + + + 1G80 

GNPPYVRIQNMKKYSPEEIE 
TATTATCAATCAAAAGACTCTGAATATACTGTTGCAAAAAAAGAAACAGTTGACAAGTAT 

1681 --♦ ♦ ♦ + 1740 

YYQSKDSEYTVAKKETVDKY 
TTTTTATTTATTGAGAGAGCATTAATATTACTCAATCCTACTGGGCTGTTGGGTTATATA 

1741 — -♦ ♦ — -+ ♦ ♦ + 1800 

F L F I E R A L I L L N P T G L L G Y I 
ATACCGCATAAATTCTTTATTACAAAAGGTGGTAAGGAACTAAGAAAGTTCATAGCTGAA 

1801 ♦ + + ♦ + ♦ 1860 

IPHKFFITKGGKELRKFIAE 
AAACATCAAATATCAAAAATTATAAATTTTGGTGTTACACAGGTCTTTCCAGGAAGAGCG 

1861 + ♦ + + ♦ ♦ 1920 

KHQISKIINFGVTQVFPGRA 
ACATATACGGCTATTTTAATTATCCAAGCAAATAAAATGGCACAGTTCAAGTATAAGAAA 

1921 + ♦— - + ♦ + 1980 

TYTAILIIQANKMAQFKYKK 
GTAAGTAATATATCAGCAGAAACCCTAGATTCTGAAGAAAATACGTGTGTTTATAGCTCA 

1981 — -♦— - + --+ + + + 2040 

VSNISAETLDSEENTCVYSS 
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FIG. 3C 

GAAAA6TATAATTCTGACCCTTGGATATTTTTATCTCCTGAAACAGAAGCTGTTTTTACT 

2041 + — ♦ ♦ ♦ +- + 2100 

EKYNSDPWIFLSPETEAVFT 
AAATTTACAGAAGCTCAATTTGAGAAACTTGGAGAAATCACTGATATAAGTGTAGGACTA 

2101 ♦ ♦ ♦ + +- + 21G0 

KFTEAQFEKLGEITDISVGL 
CAAACAAGCGCTGATAAAATATATATTTTTATTCCTGAAAATGAAACTTCAGATACATAT 

21G1 + + ♦ ♦ ♦ ♦ 2220 

QTSADKIYIFIPENETSDTY 
ATATTTAATTATAAAGGGAAAAGATATGAAATAGAAAAATCTATATGTTGCCCAGCTATC 

2221 + — ♦- + + + + 22B0 

IFNYKGKRYEIEKSIC CP A I 
TATGACTTATCTTTTGGTTCTTTTGAAAGCATTCAGGGAAATGCACAAATGATATTCCCT 

2281 + ♦ + ♦ ♦ ♦ 2340 

YDLSFGSFESIQGNAQMIFP 
TATGAAATCAGAGATGAAGAAGCATATCTACTAGAGGAAGAAACGCTTGAAAATGATTAT 

2341 + + + + + ♦ 2400 

Y E I R D E E A Y L L E E E T L E N D Y 
CCTCTTGCTTGGAATTATTTGAATGAGTTTAAAGAAGCTCTTGAAAAAAGAAGCTTACAA 

2401 --+ ♦ + + ♦ ♦ 24G0 

PLAWNYLNEFKEALEKRSLQ 
GGCCGTAATCCGAAATGGTATCAATATGGTCGGTCCCAAAGTTTATCAAAATTTCATGAT 

24G1 - + ♦ ♦ +- + ♦ 2520 

GRNPKWYQYGRSQSLSKFHD 
AAAGAAAAACTGATATGGACCGTACTTGCTACGAAACCCCCGTATGTACTTGATAGGAAT 

2521 - + + + + ♦ 1 2580 

KEKLIWTVLATKPPYVLDRN 
AACCTGTTATTTACTGGTGGTGGAAACGGACCGTATTATGGTTTAATTAACCAATCTATT 

2581 + ♦ ♦ + + ♦ 2640 

N L L F T G G G N G P Y Y G L I N Q S I 
TACTCTTTGCATTATTTTTTAGGTATTCTTTCACATCCTGTAATAGAAAGTATGGTAAAA 

2G41 - + ♦ +-- + + ♦ 2700 

YSLHYFLGILSHPVIESMVK 
GCAAGGGCCAGTGAATTTAGGGGATCATATTATTCTCATGGAAAACAATTTATTGAGAAA 

2701 * ♦ — -+— + ♦ — + 27G0 

ARASEFRGSYYSHGKQFIEK 
ATCCCAATTAGAAAGATTGATTTTGATGATCAAGATGAGGTAGACAAATATAATACGGTG 

27G1 + ♦ + + 2820 

IPIRKIDFDDQOEVDKYNTV 
GTCACAACAGTAGAAAAATTAATTATAACTACCGATAGAATTAAAAGTGAGAGCAATGGA 

2821 + + +-- + — -♦- + 2880 

VTTVEKLIITTDRIKSESNG 
CCCCGGAGGAGAATGTTAAGAAGAAGGTTAGATGCTTTGTCTAATCAACTTATCCAGGTT 

2881 - ♦ + ♦ ♦ ♦ 2940 

PRRRMLRRRLDALSNQLIOV 
ATTAATGAACTTTATAATATCAGTGACGAAGAATATACGACAGTTTTGAATGATGAAATG 

2941 - — + ♦ + — -+ ♦ + 3000 

INELYNISDEEYTTVLNDEM 
TTGACAGCGGCGTTAGGAGAAGAAAAATGA (SEQ ID NO: 3) 

3001 + ♦ + 3030 

L T A A L G E E K * (SEQ ID NO: 4) 



Best Available Copy 
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FIG. 4 
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FIG. 5 

CATALYTIC METHYLATION SPECIFICITY 
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FIG. 6 
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FIG. 7 
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FIG. 8 




NEW SHEET 
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FIG. 9 




50 PrvsnFFkYFavnFdnl. 



79 nkRCFssseaaknGF 104 KlvfdDIS 



123 sesiPLLkk 



COMtase 
Hhal (CS) 



41 nvgdakgqIMdaVTreY 
298 ONSWinVlqylaynlg 



62 VLELGaycGysavrM 85 RlltHEKM 
14 FIDLFaQlOgFrlAL 35 cvysnEWD 



117 gaSqDLZpq 
56 kpeCDItqv 



Protein 

AccI (N6) 

Banlll 

BsuBI 

CviBIII 

Eco57I 

Hindi 

PaeR7l 

PstI 

TaqI 

TthHBSI 

Vspl 



Motif VI 




Motif VII 
IZeIID 

tfiksktglrh 
Oaeny 
|lnktsS 
tliitldigsfe 
syl|ghvcskiv 
jkfgirmgsFekjfcE 
slgaerfhEkvYg 
IldecsgrikSjh 
afllaregktsvYY 
^aregrtevYY 
cpddqhatic$ 



EcoRI 



133 sDiWtNPPFslfreyld 175 NLIkenkiwlgvhlgR— OvsgFlVPehTe 208 aRidsngnrilspnn 



COMtase 
Hhal (C5) 



135 lDmVFlDhwk 

72 hDiLcagfPCOAfsisgk 



147 yLpdtLLlekcgllrK— OtVlLaDHViVp 
99 tlif f dl - aRi V-r ekK — PkWFMENVknF 



183 VRgsssfecthYssYL 
136 VKntMnelDYsFhakV 



Protein 


Motif 




:6> 


AccI (N6) 


209 eeng 


Banlll 


220 dtk| 


BsuBI 


223 rdka 


CviBIII 


194 dkhd 


Eco57l 


202 keiW 


Hindi 


177 eskg 


PaeR7I 


203 dtpa 


PstI 


232 rksa 


TaqI 


192 lgeS 


TthHB8I 
Vspl 


190 lgeV 
333 sqr§ 





MW Target Swissprot 

Accession Number 

540 aa tffttf&|C P25201 

580 aa AT^ftT P22772 

501 aa CI3CR3 P33563 
377 aa ICCft P10835 
540 aa CISAftS P25240 

502 aa P17744 
531 aa CTCCA2 P05103 
507 aa P00474 
421 aa ICCft P14385 
428 aa ICC ft P25749 
408 aa AhjrAkfT Q03055 



228 nldVFirhk 



325 aa 



P00472 



COMtase 

Hhal (C5) 161 QkReRiyrai 



221 aa 
327 aa 



catechol 
GCGC 



P22734 
P05102 



